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Informatics analysis study of agrobiological genomes 
－genome sequencing for domestic soybean variety and database 




The genome information of agrobiological organisms has become an indispensable 
tool in both basic and applied researches. Soybean genomics information was analyzed to 
create genome information effective for breeding and improvement of specific traits, and to 
provide information through a genome platform. An efficient genome platform to provide 
the analyzed silkworm genome information was developed. In the case of soybean, although 
a reference genome based on variety Williams 82 was available, it could not be used 
efficiently in the breeding and improvement of domestic varieties due to the differences in 
the lineage with the domestic varieties. Accordingly, the genomic sequence of the domestic 
soybean variety Enrei was analyzed and gene models were developed. As a result, 
differences in the gene models of Williams 82 and Enrei were clarified in terms of 
anthocyanin flavonoid biosynthesis system, phylogenetic analysis, mature seed proteins, 
cotyledons etc. The Enrei genome sequence data was integrated into DAIZUbase, a soybean 
genome database. The database became available for soybean breeding etc. based on the 
genome information. In the case of the silkworm genome, a platform for efficient utilization 
of large and diverse silkworm genomics information was constructed. The genome sequence, 
genetic map information, expression sequence tag data, gene information, enhancer trap 
strain information, and protein information were consolidated into the silkworm genome 
database KAIKObase. A framework that enables collective browsing for linkage map and 
physical map, scaffolds and contigs, BAC and fosmid ends, FPC, SNP markers and trait 
markers, genome annotation, gene models etc. with sequence and keyword function was 
constructed. As a result, a genome infrastructure that integrates various genomics 
information was developed which could be used for improvement of sericulture and 
development of new pest control methods. 
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は，エンレイおよび Williams 82 品種双方の系統関係，
および野生ダイズを含む複合体を含む系統関係を考察し
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